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Introduction
Genome annotation is one of the main research topics of our group, and we have been able to demonstrate the strength of our genome annotation platform in

collaborative efforts to predict genes on a wide variety of genomes. Our involvement in this broad diversity of eukaryotic genomes will give us insights in the
genome structures and their evolution, and enable us to perform complex comparative analyses to better understand the biology within those genomes.
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An Introduction to

Each site is represented as a feature Support
vector that is a point in an n- Vector
dimensional space. Machines

and other kernel-based
learning methods &

We employ a large margin hyperplane
induction method (Suport Vector
Machine) to build a decision
function in this space.
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Constructing datasets
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Final prediction
of EuGene

EuGene framework
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Blast against Arabidopsis

. | proteins with full length

| | support, discard cDNAS that
have no hit

Advantages

e Speed: within a few days we could construct a
new dataset to train for the poplar genome
e We can use 2 ESTs that have a to small or no

overlap to be considered as a full length
mRNA
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Conclusion & Perspe
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Strengths of EuGene

Weaknesses of EuGene

» exploits probabilistic models like Markov models for discriminating coding from non coding sequences

integrates information from several signal (splice site, traduction start...) prediction software, propriety or 3 party
software

Exploits the wealth of existing sequences (EST, mRNA, 5'/3' EST couples, proteins, genomic homologous sequences)...

Based on all the available information, EuGene will output a prediction of maximal score i.e., maximally consistent with
the provided information.

integrates each source of information through small independent software components, called "plugins".
There exists currently more than 25 plugins, but if needed EuGene's users have the ability to write new ones

* No ability to predict alternative splicing (yet)
¢ Complex to train, using genetic algorithms
— Each individual component
— Each component in the frame of EuGene
— Evaluate the weights and penalties for the extrinsic data
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